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NM_032995 4258 bp mRNA linear PRI 17-NOV-2006 

Homo sapiens Rho guanine nucleotide exchange factor (GEF) 4 
(ARHGEF4 ) , transcript variant 2, mRNA. 
NM_032995 

NM_032995.1 GI: 15011980 

Homo sapiens (human) 
Homo sapiens 

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ; 
Mammalia; Eutheria; Euarchontoglires; Primates; Haplorrhini; 
Catarrhini; Hominidae; Homo. 

1 (bases 1 to 4258) 

Kawasaki, Y., Senda,T., Ishidate,T., Koyama/R., Morishita, T . , 
Iwayama,Y., Higuchi,0. and Akiyama,T. 

Asef, a link between the tumor suppressor APC and G-protein 
signaling 

Science 289 (5482), 1194-1197 (2000) 
10947987 

2 (bases 1 



Thiesen, S . , 



FEATURES 

source 



gene 



to 4258) 

Kubart,S., Ropers, H.H. and Nothwang, H . G . 
Isolation of two novel human RhoGEFs, ARHGEF3 and ARHGEF4 , in 
3pl3-21 and 2q22 

Biochem. Biophys. Res. Commun . 273 (1), 364-369 (2000) 
10873612 

REVIEWED REFSEQ : This record has been curated by NCBI staff. The 
reference sequence was derived from AB029035. 1 and AF249745 . 1 . 

Summary: Rho GTPases play a fundamental role in numerous cellular 
processes that are initiated by extracellular stimuli that work 
through G protein coupled receptors . The encoded protein may form 
complex with G proteins and stimulate Rho-dependent signals. This 
protein is similar to rat collybistin protein. Alternative splicing 
of this gene generates two transcript variants which encode 
different isoforms. Also there is possibility for the usage of 
multiple polyadenylation sites for this gene. 

Transcript Variant: This variant (2) has 591 additional bases in 
the coding region compared to variant 1. This causes the reading 
frame shift and an early termination. Isoform b encoded by this 
variant is thus 20 amino acids shorter than isoform a encoded by 
variant 1. 

COMPLETENESS: full length. 

Location /Qualifiers 
1. .4258 

/organism="Homo sapiens" 
/mol_type="mRNA" 
/db_xref ="taxon : 9606" 
/ chr omo some= " 2 " 
/map="2q22" 
1..4258 

/gene="ARHGEF4 " 
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/r^ote="Rho guanine nucleotide exchange factor (GEF) 4; 
synonyms: ASEF, GEF4 , STM6" 
/ db_xr e f = " Gene I D : 50649 " 
/db_xref="HGNC: 68 4" 
/db_xr e f = "MIM : 603Jl„6 " 
CDS 521. .2533 

/gene="ARHGEF4" 
/qo_component=" intracellular " 

/ go_f un c t i on= " Rho g u an yl-nucleotide exchange facto r 
activity " 

/go process=" intracellular signaling cascade ; regulation 
of Rho prote in sig nal trans duction " 

/note="isoform b is encoded by transcript variant 2; 
APC-stimulated guanine nucleotide exchange factor" 
/codon_start=l 

/product="Rho guanine nucleotide exchange factor 4 isoform 
b" 

/protein id=" NP 1274 62.1 " 
/db_xref="GI : 15011981" 
/ db_xre f= " Gene I D : 50649 " 
/ db_xr e f - " HGNC : 68 4 " 
/db_xref="MIM: 605216 " 

/trans la tion="MPWEEPAGEKPSCSHSQKAFHMEPAQKPCFTTDMVTWALLCISA 
ETVRGEAPSQPRGIPHRSPVSVDDLWLEKTQRKKLQKQAHVERRLHIGAVHKDGVKCW 
RKTIITSPESLNLPRRSHPLSQSAPTGLNHMGWPEHTPGTAMPDGALDTAVCADEVGS 
EEDLYDDLHSSSHHYSHPGGGGEQLAINELISDGSVVCAEALWDHVTMDDQELGFKAG 
DVIEVMDATNREWWWGRVADGEGWFPAS FVRLRVNQDEPADDDAPLAGNSGAEDGGAE 
AQSSKDQMRTNVINEILSTERDYIKHLRDICEGYVRQCRKRADMFSEEQLRTIFGNIE 
DIYRCQKAFVKALEQRFNRERPHLSELGACFLEHQADFQIYSEYCNNHPNACVELSRL 
TKLSKYVYFFEACRLLQKMIDISLDGFLLTPVQKICKYPLQLAELLKYTHPQHRDFKD 
VEAALHAMKNVAQLINERKRRLENIDKIAQWQSSIEDWEGEDLLVRSSELI YSGELTR 
VTQPQAKSQQRMFFLFDHQLIYCKKDLLRRDVLYYKGRLDMDGLEWDLEDGKDRDLH 
VSIKNAFRLHRGATGDSHLLCTRKPEQKQRWLKAFAREREQVQLDQETGFSITELQRK 
QAMLNASKQQVTGKPKGRRTAAPPPRLPGPYPADI I PFSEPQSQAS " 
misc feature 2442.. 3032 

/ gene="ARHGEF4 " 

/note="Region: additional 591 bases" 
STS 3333.. 4254 

/ gene="ARHGEF4 " 

/standard_name="ARHGEF4_3818" 

/db_xref ="UniSTS : 464457 " 
STS 3960.. 4192 

/gene="ARHGEF4" 

/standard_name="A001Y27" 

/db_xref ="UniSTS : 17765 " 
STS 3960. .4192 

/gene="ARHGEF4 " 

/standard_name="Gl 97 8 8 " 

/db_xref="UniSTS: 17766" 
STS 4073.. 4220 

/gene—"ARHGEF4 " 

/ s t a nda r d_name- " RH 4 7 4 7 6 " 

/db xref="UniSTS: 60357 " 
polyA signal 4229. .4234 

/gene="ARHGEF4 " 

/experiment="experimental evidence, no additional details 
recorded" 
polyAsite 4 24 0 

/gene="ARHGEF4 " 

/experiment=" experimental evidence, no additional details 
recorded" 

ORIGIN 

1 cagaaaaaac tcagggcaag gttggccttg gctcataaga ccttttcaaa ctttattgag 
61 tcaatggttc tagagaaaga gaacacccat gaacgttccc caagttctcc caagggcgag 
121 aaggggaaga gcaggctgcg ccagggttcc tggcgggcgt ttctgaaaag caaagatgcc 
181 ggaagcccca aaaagcccac cctagtgagt ctgcctctag gacccgaagt tctctcccca 
241 gcagagactg acagccactg tgaggaacgg gcggaggaca aagagggcta tgtttttagc 
301 gatcactggg caccgccact tgcctccaca cctttgtcct ccagtttagt ttctccagaa 
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cacaggagga 
ccaagatgag 
agtgccctgg 
aggtgagaag 
gccctgcttc 
gcgtggggag 
tgacctgtgg 
gaggctgcac 
tacctctcca 
aacgggactg 
agctctggac 
cctgcacagc 
caatgagctc 
catggacgac 
caacagagag 
cgttcggctg 
cagcggagcg 
cgtcatcaac 
cgagggctac 
taccatcttc 
ggagcagagg 
gcatcpTagcc 
ggagctctcc 
gctgcagaag 
ctgcaagtac 
cttcaaggat 
gcggaagcgg 
ctgggaggga 
tcgagttaca 
gctcatctac 
ggacatggac 
gagcatcaag 
caccaggaag 
ggtgcagctg 
gctgaatgcc 
acctcctcgg 
ccaagccagc 
caaaggttgg 
actctcaaca 
ggttccttcc 
acagagagcc 
ctgctgcagg 
tcagctctcc 
gagccctggg 
cccatgaccc 
ccagaagcac 
gcccaggcgc 
gtgaactggt 
tcttccccga 
ggggagttgc 
ctcctggtgc 
gcagcttggg 
accgcagctc 
ctggaaacct 
gcaatgccag 
ggtgccaggc 
cgcccggagc 
tcttcacttg 
tcccagtcgg 
ttcctggttt 
gaattgattc 
agagagaccg 
tgtggagatg 
ctggcgtgga 
caagccagaa 



aasagtgaacc 
cagaaggaag 
ctcagggacc 
cccagttgct 
accactgaca 
gctccttcac 
ctggagaaga 
ataggggcag 
gagtctttga 
aaccacatgg 
acagctgtct 
tccagccacc 
atcagcgatg 
caggagctgg 
tggtggtggg 
agggtgaatc 
gaggacggcg 
gagatcctca 
gtccggcagt 
gggaacatcg 
ttcaaccgcg 
gacttccaga 
cggctcacca 
atgattgaca 
cctctgcagc 
gttgaagccg 
agacttgaga 
gaagatctct 
cagcctcaag 
tgtaagaagg 
ggcctggagg 
aacgccttcc 
cccgagcaga 
gaccaggaga 
agcaagcagc 
ctgcccggtc 
tagccaccag 
taataagggg 
ccttggctcc 
tgacaggcat 
atgcccctga 
aggccaggcc 
aggagcaagt 
acggacccca 
tctgctgtct 
ccagccctgc 
aagccatcta 
ccctgcctga 
ggcccactcg 
ttgtgccacc 
cctgaagaga 
ccccatccgc 
agcccaggcc 
aatcctcctt 
gccatgtgcc 
agcttgccac 
ccgcccttcg 
tgtgtgtgtg 
gagtgtggtc 
tgtttggatt 
ttagtgacac 
aattctgtgg 
gcgccctgtc 
gcccacagga 
accacattta 



gaccatcaag 
agagcaggga 
ttcctgggag 
ctcacagtca 
tggtgacatg 
agcctagggg 
cacagagaaa 
tgcacaaaga 
atctccctag 
gctggccaga 
gcgctgacga 
actacagcca 
gcagtgtggt 
gcttcaaagc 
gccgggtcgc 
aggacgagcc 
gggcggaggc 
gcactgagcg 
gccgcaagcg 
aggacatcta 
agcgcccaca 
tctactcgga 
agctcagcaa 
tctccctgga 
tggccgagct 
ccttgcatgc 
acatcgacaa 
tggtcaggag 
ccaaaagcca 
acctgctccg 
tggtggacct 
ggctgcaccg 
agcagcgctg 
caggcttctc 
aggtcacagg 
cttaccctgc 
gcctgagggg 
ccactgggga 
cccagatcag 
ctggggttgg 
aacatcacat 
caggccagag 
cctgtgtggc 
tgctgtcccc 
ctccctgttc 
ccagcaaccg 
ccttctggca 
cagcacctgc 
gcctggcctt 
aagacgtgcc 
ccagcaaggg 
cctctggacc 
cagctgggga 
tcatttcctc 
cctctgccct 
ttgggagggc 
cctcccagcc 
tgtagcggaa 
agtctgcctg 
ttggcatctt 
agaagattgc 
ctcagcacac 
ctgccaaggg 
ttcagcagca 
atttcataaa 



tgcacagcca 
aggaggccag 
tgagaaccac 
gaaggcgttc 
ggccctcctc 
catccctcac 
gaagttgcag 
tggagtcaag 
aagaagccat 
gcacacacca 
agtggggagc 
ccctggaggg 
ctgcgctgaa 
tggggacgtc 
cgatggcgag 
cgcggatgac 
gcagagcagc 
ggactacatc 
cgcagacatg 
ccgctgccag 
cctgagcgag 
gtactcjfaat 
gtacgtgtac 
tggcttcctg 
gctcaaatac 
catgaagaac 
gattgctcag 
ctcagaactc 
gcagcgaatg 
ccgcgacgtg 
ggaggacggg 
tggcgccaca 
gctcaaggcc 
catcactgaa 
gaagcccaaa 
tgacatcatt 
ggcccactgc 
agcctgggtc 
ggccattggt 
tgtagggatg 
gcctttgcac 
accccaggca 
aaaactgcct 
aacagctggg 
agctgttggc 
gccccagcag 
cagcatcagc 
tgggccttcc 
cctctgcctg 
aggtctgtac 
ggcagacccc 
tgtgtagggc 
gaaggcgcta 
tgggcaggac 
ctagttctcc 
agaagccagg 
cctcaagaca 
aaggacaaga 
ctgctgtgcg 
gtttttctaa 
cttacgctcg 
aggactgacc 
gcgccaggag 
tggacagtca 
taaatttatg 



cccaggaagg 
ggtccgcgcg 
atgccctggg 
cacatggagc 
tgcatctctg 
cgctcgcccg 
aagcaggccc 
tgctggagaa 
ccactctccc 
ggcactgcca 
gaggaggacc 
ggtggggagc 
gcactctggg 
atcgaagtga 
ggctggtttc 
gacgcccctc 
aaggaccaga 
aagcacctgc 
ttcagcgagg 
aaggccttcg 
ctgggtgcct 
aaccacccca 
ttcttcgagg 
ctgactccgg 
acgcaccccc 
gtggcccagc 
tggcagagct 
atctactcgg 
ttctttctct 
ttgtactaca 
aaggacagag 
ggggacagcc 
tttgccaggg 
ctgcagagga 
ggtaggcgga 
cccttctctg 
cctttgcagc 
agtatatggt 
gacaatgctt 
gagctgcttt 
aggccacccc 
gcctgagctc 
cctacggcgg 
gtggcactct 
cggccctgct 
caggtcctgg 
cggctggcac 
tgccagtggc 
caagtgagca 
tcctgttgtc 
gcactcgcca 
ctcactgctg 
cctgcgtggg 
tctctggcct 
aagtccccag 
aattccacac 
ccgctggctg 
cggtgcagtc 
gtagctccag 
caacaaacaa 
tgagcgtgag 
cacagcccag 
cagagccagg 
ctcttgcact 
aaaagtaacc 



cgacgctaaa 
gcttgggcac 
aagaaccagc 
ctgcccagaa 
cagagactgt 
tcagtgtgga 
acgtcgaaag 
agacgatcat 
agagtgctcc 
tgcctgatgg 
tgtatgatga 
agctggctat 
accatgtcac 
tggatgccac 
cagccagctt 
tggccgggaa 
tgcggaccaa 
gcgacatctg 
agcagctgcg 
tgaaggccct 
gcttcctgga 
acgcctgcgt 
cctgccggct 
tgcagaagat 
agcacaggga 
tcatcaacga 
ccatagagga 
gggagctgac 
ttgaccacca 
agggccggct 
acctccatgt 
acctgctgtg 
agagggagca 
agcaggccat 
cagcagcccc 
aaccacaaag 
tgtttgttcc 
tgacattctt 
gtttccccag 
ccccatttct 
cctcttcagg 
ttggatgtgg 
ctctgaagca 
gccctgggca 
acctgacgcg 
tgctggcgga 
ccttccgcaa 
ccccagtttt 
gggatgggct 
tttttccctg 
caccgccgct 
gagcggggaa 
accctcttct 
tctgtggcct 
cccggccagt 
ccttgtgttg 
ctggacaccc 
ggctgcatac 
aaccacctcg 
tggagaaaaa 
aagccataag 
gcagcgggtg 
gcctggcgag 
attccttctc 
tggctgct 
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